Brief Data Reports (from position 153 to 166; Fig. 1 ). Colinearity of two independent cDNAs over the high and low conservation domains excludes the possibility of chimeric clones. The low conservation domain contains a proline-rich segment (17% prolines from position 181 to 292), which is significantly shorter than the human proline-rich region and is not predicted to contain a PEST segment (Pro+Glu+Ser+Thr-rich segment; [4]), unlike the human one. The X11 encoded protein seems, therefore, formed of two moieties. The N terminal moiety is variable through evolution, while the C terminal moiety is highly conserved and contains a putative transmembrane segment, pinpointing to potentially functionally important domains in this portion of the protein.
. RECC1 was assigned by analysis of 24 individual human-rodent somatic cell hybrids ATCC (NIGMS HUMAN/RODENT BIOS Panel #2). Database deposit information: Genbank Accession Number, U15037, U01222 Molecular reagents: A 1809-bp mouse Reecl cDNA (D1-12A) containing 114 bp of 5' untranslated region (UTR) and 1695 bp of coding sequence, corresponding to the first 565 amino acids of Reccl. Allele detection: A PstI polymorphism was detected in mouse genomic DNA with the DI-12A probe, resulting in M. spretus specific restriction fragments of 4.0, 1.7, and 1.5 kb; a 7.1 kb C57BL/6J specific fragment; and a common band of 6.1 kb. In Haplotype analysis and minimization of crossover events was used to generate a map of mouse Chr 5. A selected set of these loci (right) were all mapped in the same cross ( [2] , this report). Genetic distances are in cM (left). Placement of these loci relative to the centromere was accomplished by comparing the position of D1Mit5 with the available consensus maps ( [6] , GBASE). Segments of synteny homology with haman Chrs 7 and 4 are indicated (black bars) based on the gene order of the chromosome report [6] and the GBASE consensus maps. somatic cell hybrid genomic DNA digested with BglII, the D 1-12A probe detected a human specific band of approximately 20 kb; mouse specific bands of 7.6, 4.8, and 1.1 kb; and hamster specific bands of 3.9, 3.5, and 2.0 kb. Previously identified homologs: Mouse replication factor C (Genbank Accession Number, U01222 [3] and X72711 [4] ), assigned by in situ hybridization to Chr 5C [4] .
Discussion:
Two clones (DI-12A and D1-5A) were obtained by screening a cDNA expression library from the mouse anterior pituitary thyrotropic tumor TtT-97 by the southwestern technique with a nick-translated, multimerized, double-stranded probe from nucleotides -253 to -222 of the promoter of the mouse thyrotropin subunit gene (Tshb) [5] . The larger recombinant (D1-5A) includes the entire 5' portion of the 140-kDa subunit of replication factor C cDNA and adds an additional 33 bp to the previously known sequence [3, 4] . A single nucleotide change was noted at codon 254 (GCC to GTC), resulting in a valine-to-alanine substitution, possibly resulting from a polymorphism in the murine population. The ability of the Reccl gene product to bind DNA is not sequence specific, and it has been recently identified in two other cases by screening expression libraries by the southwestern technique [3, 4] . Repeated cloning of Recct from expression libraries can probably be avoided by using probes that are radiolabeled without introducing nicks. This idea is supported by the fact that a domain of Reccl (amino acids 398-485) resembles bacterial ligases [1, 3] , which can bind to gapped duplex DNA.
We localized Reccl on mouse Chr 5 between D5Bir9 and Pmvll. Synteny homology between mouse Chr 5 and human Chr 4 suggests that RECC1 would reside on Chr 4 ( Fig. 1) . We assigned RECC1 to human Chr 4 by analysis of somatic cell hybrids, strengthening the synteny homology in this region. Weak hybridization signals suggested the presence of related genes or pseudogenes on Chrs 15 and 17. RECC1 is part of the 5-subunit replication factor C (RFC) complex and contains regions of homology with the other subunits [1] . It is likely that these weak signals result from cross-hybridization to other subunits of the RFC complex, homologous replication factors, or ATP-binding P-loop motifs [1] . Molecular reagents: Southern blotting for NCAM and additional probes was performed as described [1] [2] [3] . The NCAM (CA)n repeat polymorphism was described by Telatar [4] . DRD2 pcr primer 419 differed from the published sequence [5] by one nucleotide (that is, GGAGGGCGGTGCGTTCAT). PFGE analysis was performed as described by Uhrbammer and coworkers [6] . 
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